. Metrics computed for the subpathways disease-specificity assessment of the two datasets in our case study when microRNAs are removed. The table shows the number of substructures nodes, the number of significant nodes (p < 0.01), the number of disease genes, the number of significant disease genes (p < 0.01), the number of reachable pairs of disease genes within subpathways, the average distance between a disease gene and a substructure † , and the average distance between disease genes contained within each substructure ‡ . The results are compared with a reference computed directly on KEGG pathways. Table S2 . Enrichment computed on the subpathways extracted by SPECifIC on the two cancer types (BRCA and COAD) using terms coming from the DisGeNET [38, 39] database. Only the significant terms (p < 0.01) were kept. 
# Nodes

